INTRODUCTION
The genome of a parenterally transmitted non-A, non-B hepatitis virus was identified recently using the Department Table 3 . There was a strong positive trend between age and the risk of HCV RNA positive. (p < 0.001) In general, HCV RNA positive was moderately associated with the number of persons in a household.
We assumed that there were no acute hepatitis cases foundin our study because themaximumrange of AST and ALT among our subjects were less than 2.5 times the normal limits. The range of AST in our study was ll to 92 U/1, while ALT ranged from 9 to 87 U/1. 
